Facilitating Direct Data Submission
One of the IEDB's goals is making the process of submitting data more user-friendly, since many labs find the current XML format to be daunting without the help of IT-savvy personnel. The IEDB staff is implementing a two-step approach to achieve this end. In late 2008 we will be testing and releasing template files that are simplified versions of the IEDB data structure. The concept is that the user will choose a template file that is designed to hold experimental data of a particular "type", and download it to their system. Using that template, which has a spreadsheet format, users copy/paste their data into the template, and then upload that back into the IEDB for semi-automated validation prior to public release as a searchable record(s).
For release in 2009, the IEDB staff is working on an interactive system that will guide users as they enter data into the IEDB. This system is being designed to combine the best aspects of simple spreadsheetstyle entry with logic-driven error checking. In addition, users will be able to combine bulk entries and smaller experimental data sets. If you are interested in beta testing this system, please contact the IEDB at contact@immuneEPITOPE.org. 
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We have reviewed the information about epitopes of immunological interest from Clostridium botulinum and Bacillus anthracis, by mining the Immune Epitope Database and Analysis Resource. For both pathogens, the vast majority of epitopes reported to date are derived from a single protein: the protective antigen of B. anthracis and the neurotoxin type A of C. botulinum. A detailed analysis of the data was performed to characterize the function, localization and conservancy of epitopes identified as neutralizing and/or protective. In order to broaden the scope of this analysis, we have also included data describing immune responses against defined fragments (over 50 amino acids long) of the relevant antigens. The scarce information on T-cell determinants and on epitopes from other antigens besides the toxins, highlights a gap in our knowledge and identifies areas for future research. Despite this, several distinct structures at the epitope and fragment level are described herein, which could be potential additions to future vaccines or targets of novel immunotherapeutics and diagnostic reagents. 
Development of an epitope conservancy analysis tool to facilitate the design of epitope-based diagnostics and vaccines
PMID: 17897458
In an epitope-based vaccine setting, the use of conserved epitopes would be expected to provide broader protection across multiple strains, or even species, than epitopes derived from highly variable genome regions. Conversely, in a diagnostic and disease monitoring setting, epitopes that are specific to a given pathogen strain, for example, can be used to monitor responses to that particular infectious strain. In both cases, concrete information pertaining to the degree of conservancy of the epitope(s) considered is crucial. RESULTS: To assist in the selection of epitopes with the desired degree of conservation, we have developed a new tool to determine the variability of epitopes within a given set of protein sequences. The tool was implemented as a component of the Immune Epitope Database and Analysis Resources (IEDB), and is directly accessible at http://tools.immuneepitope.org/ tools/conservancy. CONCLUSION: An epitope conservancy analysis tool was developed to analyze the variability or conservation of epitopes. The tool is user friendly, and is expected to aid in the design of epitope-based vaccines and diagnostics.
Epitope Cluster Analysis Tool
In this issue of the IEDB Newsletter, we highlight one of the new tools introduced in 2007, the Epitope Cluster Analysis tool. This tool groups epitopes into clusters based on sequence identity.
A cluster is defined as a group of sequences which have a sequence similarity greater than the minimum sequence identity threshold specified.
To use the tools, users enter epitope sequences directly in a text area or they upload them from a specified file. If uploading data from a file, the file contents will appear in the text area. Two acceptable sequence formats are PLAIN and FASTA. A sequence in PLAIN format is separated by a new line. A sequence in FASTA format begins with a single-line description, followed by line(s) of sequence data. The description line is distinguished from the sequence data by a greater-than (">") symbol in the first column. The user next selects the sequence identity threshold at which they want to calculate epitope clusters. Clicking the "Submit" button starts the calculation. The "Reset" button clears all input parameters. Example input is shown in Figure 1 . On output, clusters are displayed in a table format where clusters are indicated by table rows which have the same color. All calculated cluster results can be saved to a file by clicking on the "Download data to file" button ( Figure 2 ).
To use this tool, please visit the IEDB Analysis Resource page:
http://tools.immuneepitope.org/main/jsp/menu.jsp 
